lattice -potentially also backwardsbefore unbinding [10] . Nevertheless, in their paper, Molodtsov et al. show that the guiding mechanism they describe also works for other, non-processive kinesin-14 motors, for example Drosophila Ncd and human HSET, which are thought to interact with the microtubule only very briefly, taking only one step before detachment. Similarly, it has been shown that EB1 family proteins turn over very rapidly on the microtubule tip [11] . Therefore, microtubule guiding may not rely only on motor back-stepping but also on accelerated motor rebinding: as the kinesin-14-EB1 complex forms a crosslink between the two microtubule lattices, it is conceivable that, when the complex unbinds from one of the lattice binding sites, it is held in close vicinity to this site by its interaction with the other binding site. This could facilitate its fast rebinding and prolong the effective dwell time of the crosslinker complex between the two microtubules. It is thus tempting to speculate that the crosslinking activity actually changes the kinetics of the two interaction sites and stabilizes the complex between the two microtubules. Future studies on the kinetics of kinesin-14-mediated microtubule guiding should yield interesting results and help to understand the actions of this intriguing molecular motor.
A new study reports the presence of a chemosensory pseudogene in Drosophila sechellia, which in spite of carrying a premature stop-codon nevertheless encodes a fully functional and full-length protein. Such 'pseudo-pseudogenes' might well be a widespread phenomenon.
In 1977, George Brownlee and colleagues made an intriguing discovery in the genome of the African clawed frog Xenopus laevis, namely a truncated copy of the 5S rRNA gene [1] . This DNA fragment evidently did not generate a functional product and hence they termed their new discovery a 'pseudogene'. With regards to its presence in the frog genome, Brownlee and co-workers felt ''forced to the conclusion that the most probable explanation for the existence of the pseudogene is that it is a relic of evolution''. Today, we know that pseudogenes are frequent and, as Brownlee and colleagues rightly concluded, relics in the genome, present as leftovers from the birth-and-death process of molecular evolution. The human genome contains 14,000 identifiable pseudogenes [2] , a figure not that different from the estimated total number of functional genes (19-20,000) [3] . Analysis of the presence and absence of pseudogenes has also revealed important insights into a wide range of topics, including, for example, chemosensory evolution [4] and adaptations towards aquatic life [5] . But, not so fast! A new study by Richard
